uploaded to the online program "ConceptGen", an enrichment test built-in "ConceptGen", 548 which revealed 12 significant gene sets with both a P value of <0.01 and a Q value of <0.05.
549
Colors of circles indicated that 34 gene sets were annotated by several major annotation 550 resources such as GO biological process, GO cellular components, protein interactions, gene 551 expression databases, and pFAM. Edge thickness indicated the number of overlapping genes. HepG2 or EAhy926 cells and used for measuring mRNA expression levels of 7 histone genes.
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GAPDH was used as a control for normalization. (A) Seven histone genes were significantly siRNA−1 siRNA−2 siRNA−3 Control−1 Control−2 Control−3 
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